g dry soil, respectively) , and significantly lower than in the 4鄄species treatment (1.3 nmol / g dry soil and 0.6 nmol / g dry soil, respectively) . In the organic manure treatments, the gram鄄positive:gram鄄negative bacterial ratio was lowest in the 0鄄 species treatment compared with the 1鄄, 2鄄 and 4鄄species treatments. Mycorrhizal fungal biomass was lowest in the 1鄄species treatment (1.5 nmol / g dry soil) , and significantly lower than in the 4鄄species treatment ( 1.8 nmol / g dry soil) . In both fertilizer treatments, weed species diversity affected microbial community composition by changing the soil C 颐N ratio, which was correlated with biomass of various functional groups of soil microbes. Moreover, the shift of the microbial community composition in a different way. Plant species richness is an important factor affecting microbial interactions. Despite the small differences in microbial community structure between different weed diversity treatments, these minor differences will have an important cumulative effect on microbial鄄driven ecosystem processes. For legumes, Asteraceae, Poaceae, and cruciferous weed species treatments, species specificity had no significant effects on soil microbial biomass and taxa. Thus, species diversity affects microbial community composition. We recommend applying manure to increase soil microbial biomass in farmlands and maintain diversity of weed species. This will lead to changes in microbial community structure to regulate and improve soil ecosystem stability in chemically fertilized farmland. This study is of practical and theoretical significance for 1 ) our understanding of how plant diversity affects soil microbial community composition and the development of soil ecosystem health, 2) exploring microbial ecological function in maintaining soil ecosystem stability, and 3) revealing plant鄄soil鄄microbial interactions and feedback mechanisms. 
